. Basal translation defect and elevated polyadynylated mRNA in sitdp-43 and siG3BP1 cells. (A) HeLa cells were transfected with the indicated siRNAs for 72 h. Cells were pulsed with puromycin 5 min before lysis. Cell lysates were immunoblotted with anti-puromycin antibody. (B) Whole lanes were quantified and expressed relative to actin (loading control). (C) Polysome profiles and polysome/monosome (P/M) ratio (insets) of HeLa cells transfected with siControl, siTDP-43, siG3BP1, or siFUS for 72 h. (D) Spectrophotometric quantification of polyadenylated mRNA in basal conditions, expressed relative to siControl cells. *, P < 0.05, compared with siControl. All data are representative of ≥3 independent experiments and plotted as the mean ± SEM (error bars). Figure S2 . PBs are affected in basal conditions by siTDP-43, siG3BP1, and siFUS treatments. (A-E) HeLa cells and (G) SH-SY5Y cells were transfected with the indicated siRNAs for 72 h. Cells were stained with Dcp1a to follow PBs and TIA-1 to follow SGs (B-E and G) or stained for p54 to follow PBs and labeled with an oligo(dT) probe to follow SGs. (F) Cells were stressed with 0.5 mM SA and labeled at the indicated times. (E-G) SG-PB docking was quantified as indicated in the text. All data are representative of ≥3 independent experiments and plotted as the mean ± SEM (error bars). *, P < 0.05 compared with unstressed siControl. Figure S4 . Confirmation of impaired mRNA preservation with a second set of siRNAs. HeLa cells were transfected with the indicated siRNAs for 72 h. Cells were subjected to two consecutive rounds of stress induced by SA (SG assembly and disassembly). Coverslips were collected before stress, and after the first and the second round of stress. Polyadenylated mRNA was visualized via FISH with an oligo(dT) probe and quantified. All data are representative of ≥3 independent experiments and plotted as the mean ± SEM (error bars). 
